SERINE PROTEASE PRIMERS 
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1) Normal Ovary 2) Tumor 
3) Normal Ovary 4) Tumor 



Figure 1 shows a comparison of PCR 
products derived from normal and 
carcinoma cDNA as shown by staining in 
A g 2 an a S ar ose gel. Two distinct bands (lane 2) 
were present in the primer pair sense-His- 
antisense ASP-(ASl) and multiple bands of 
about 500 bp are noted in the carcinoma 
lane for the sense-His antisense-SER (AS2) 
primer pairs (lane 4). 
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DIMLLRLARP AKLSELIQPL PLERDCSA . 

DLMLL2LRDQ ASLGSKVKPI SLADHCTQ. 

DIMLIKLSSR AVINARVSTI SLPTAPPA. 

DLMLV KLNSQ ARLSSMVKKV RLPSRCEP. 

DIALV3LSSP LPLTEYIQPV CLPAAGQALV DGKICTVTGW 



300 

NTTSCHILGW 
PGQNCTVSGW 
TGTKCLISGW 
PGTTCTVSGW 



301 

GKTAD..GDF PDTIQCAYIH LVSRSECEHA 

..GTVTSPRENF PDTLNCAEVK IFPQKKCEDA 

GNTASSGADY PDELQCLDAP VLSQAKCEAS 

GTTTSPDVTF PSDLMCVDVK LISPQDCTKV 



350 

. YPGQITQN MLCAGDEKYG 
. YPGQITDG MVCAGSSK.G 
. YPGKITSN MFCVGFLEGG 
. YKDLLENS MLCAGXPDSK 



Sea »o M> ;A 



GNTQYYGQQ. AGVLQEARVP IISNDVCNGA DFYGNQIKPK MFCAGYPEGG 



351 



Prom KDSCdGDSGG 

Tadgl4 ADTCCGDSGG 
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Figure 2. 



Comparison of amino acid sequence of 
TADG-14 with known serine protease catalytic 
domains . 
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1 CT GT AGCAGGC AGAG CT T AC CAAGT CT CT C CGAACT CAAAT GGAAGAAAT AC CTT AT GAA 6 0 

61 TGT AAGAATGT AGGG GGT C AT GGCT T GTAAT TTACACAGT GTAAAT GAAAC CAT C CT AGA 120 

121 GGATT AT GAGGAAT C CT TTCT AT GTGAT T TT CAAT CATAGCAAGCAAGAAAGGCT C C AGT 180 

181 GT CAAGGTAGTT CAGCTCTTACAGGATATAAAACAGTCCATACTT GAGAGAAAAAACTTA 240 

241 GAT CT GAGTGAT GGAATGTGAAGCAAATCTTT CAAAAT CAGTAGACATTT CTTGGACATA 300 

301 AAACAC AGATGAGGAAAGGGCTT CAAATT AGAAGT TAG GTAAT C AC CAT CAGAAAGTT CA 360 

361 TGT TT GGTAAAT T CT GT T ACT AGAAAT GT AGGAAATT CAGGT AT AGCTTT GAAT CC CAAT 420 

421 T ACACATT GGT CAGT GG GAAAACTAAGGGC CT C C AAC AGGCAAAT T CAGGGAG GAT AGGT 480 

481 TTCAGGGAATGCCCTGGATTCTGGAAGAC QTCACCATGQ SACGCCCCCGACCTCGTGCGG 54 0 

MGRPRPRAA- 

541 CCAAGACGTGGAT GTTCCTGCTCTTGCT GGGGGGAGCCTGGGCAGGACACTCCAGGGCAC 600 

K T W M |F L L L L | G G A W A G H S R A 0 - 

601 AGGAGGACAAGGTGCTGGGGGGTCATGAGTGCCAACCCCATTCGCAGCC fTTGGCAGGCGG 660 

EDKVLGGHECQPHS QPWQAA- 

661 CCTTGTTCCAGGGCCAGCAACTACTCTGTGGCGGTGTCCTTGTAGGTGGCAACTGGGTCC 720 

L F 0 G 0 QLLCGGVLVGGNWVL- 

721 TTACAGCT GCC C AClj sT AAAAAAC CGAAATACACAGTAC GC CT GGGAGAC CACAGC CT AC 780 

TAAH+C K K P KYTVRL GD H S L Q - 

781 AGAAT AAAGAT GGC C CAGAG CAAGAAATACCT GTGGT T CAGT C C AT CC CACAC C C CT G CT 840 

NKDGPEQEIP V V O S I P H P C Y - 

841 A C AACAGCAG C GAT GT GGAGGAC CAC AAC CAT |gAT CT GAT GCT T cj f T CAACT GCGT GACC 900 

In s s| dvedhnhd+lmllqlrdq- 
901 ag gcat cc ctggggt c caaagt gaag c ccatcagc ct ggc agat cat t g cac c c agc ct g 960 

aslgskvkpisladhctqpg- 
961 gccagaagtgcaccgtctcaggctggggcactgtcaccagtccccgagagaattttcctg 1020 

QKCTVS GWGTVTS PREN F P D - 
1021 ACACT CT CAACT GT G C AGAAGTAAAAATCTTT CCC CAGAAGAAGT GT GAGGAT G CTT AC C 1080 

TLNCAEVKI FPQKKCEDAYP- 
1081 CGGGGCAGATCACAGATGGCATGGTCTGTGCAGGCAGCAGCAAAGGGGCTGACACGTGCC 1140 

G 0 I T D G M VCAGSSKGA © T C Q - 
1141 |AG GGC GATTjCT GGAG GC C CC^ T GGT GT GTGAT GGT GCACTCCAGGG CAT CAC AT CCTGGG 120 0 

G D (jSj) G G P L VCDGALQGITSW QQ- 
1201 GCTCAGACCCCTGTGGGAGGTCCGACAAACCTGGCGTCTATACCAACATCTGCCGCTACC 1260 

sdpcgrsdkp(g)vytnicryl- 
1261 tggactggatcaagaagatcataggcagcaagggctgattctaggataagcactagatct 1320 

DWIKKI IGSKG* tD ? 

1321 CCCTT AATAAAJ CTCACGGAATTC SBQ. 1$ NO: fa 

I | = Kozak's Consensus sequence 

+ = Conserved amino acids of catalytic triad H, D, S 
I nss | = Possible N - linked glycosylation site 

= Poly - adenylation signal 
I i = Conserved nt of catalytic triad 

O = a a required for formation of an oxyanion hole for catalytic activity 
I FLLL | = Secretion signal sequence 



Figure 6. Complete sequence of TADG-14 transcript including 
ORF and common domains. 



Figure 7. ^^logy of TADG-14 with 
mouse neuropsin. 76% identity for ORF. 
Low homology outside of ORF, 

Percent Similarity: 76.471 Percent Identity: 76.471 

Match display thresholds for the al ignment ( s ) : 
| ~ IDENTITY 
: = 5 
. = 1 

Neur.Nt x T14.Nt May 7, 1997 08:33 

Neur 47 7 AGAGGCCACCATGGGACGCCCCCCACCCTGTGCAATCCAGCCGTGGATCC 526 

iii iiiiiiiiiiiiiiiii iii 1 1 1 1 i ii mini 

T14 506 AGACCTCACCATGGGACGCCCCCGACCTCGTGCGGCCAAGACGTGGATGT 555 

. » • • • 

527 TTCTGCTTCTGTTCATGGGAGCGTGGGCAGGGCTCACCAGAGCTCAGGGC 57 6 

I lllll II I llllll llllllll I I Mil II MM 

55 6 TCCTGCTCTTGCTGGGGGGAGCCTGGGCAGGACACTCCAGGGCACAGGAG 605 

* * 

57 7 TCCAAGATCCTGGAAGGTCGAGAGTGTATACCCCACTCCCAGCCTTGGCA 62 6 

MM I MM MM lllll llllll II milium 

606 GACAAGGTGCTGGGGGGTCATGAGTGCCAACCCCATTCGCAGCCTTGGCA 65 5 
62 7 GGCAGCCTTGTTCCAGGGCGAGAGACTGATCTGTGGGGGTGTCCTGGTTG 67 6 

III III Ml I llllllll II III III MM llllllll II I 

656 GGCGGCCTTGTTCCAGGGCCAGCAACTACTCTGTGGCGGTGTCCTTGTAG 705 
677 GAGACAGATGGGTCCTCACGGCAGCCCACTGCAAAAAACAGAAGTACTCC 726 

i i ii iimiii ii ii Miiim mim m m i 

706 GTGGCAACTGGGTCCTTACAGCTGCCCACTGTAAAAAACCGAAATACACA 7 55 • 
72 7 GTGCGTCTGGGTGATCATAGCCTCCAGAGCAGAGATCAGCCGGAGCAGGA 7 76 

II II lllll II II lllll MM I MM II lllll II 

756 GTACGCCTGGGAGACCACAGCCTACAGAATAAAGATGGCCCAGAGCAAGA 805 
77 7 GATCCAGGTGGCTCAGTCTATCCAGCATCCTTGCTACAACAACAGCAACC 826 

II I MM llllll MM II II llllllim MM I 

806 AATACCTGTGGTTCAGTCCATCCCACACCCCTGCTACAACAGCAGCGATG 855 
827 CAGAAGATCACAGTCACGATATAATGCTCATTCGACTGCAGAACTCAGCA 87 6 

- . II II MM II III I lllll III lllll II III 

856 TGGAGGACCACAACCATGATCTGATGCTTCTTCAACTGCGTGACCAGGCA 905 

* • * • * 

877 AACCTCGGGGACAAGGTGAAGCCGGTCCAACTGGCCAATCTGTGTCCCAA 92 6 

III Ml III llllllll II lllll III II M I 

906 TCCCTGGGGTCCAAAGTGAAGCCCATCAGCCTGGCAGATCATTGCACCCA 95 5 

. . • • • 

92 7 AGTTGGCCAGAAGTGCATCATATCAGGCTGGGGCACTGTCACCAGCCCTC 97 6 

llllllllllllll I I IIIIIIIMIIIIIIIIIIMII II I 

956 GCCTGGCCAGAAGTGCACCGTCTCAGGCTGGGGCACTGTCACCAGTCCCC 1005 
977 AAGAGAACTTTCCAAACACCCTCAACTGTGCGGAAGTGAAAATCTATTCC 1026 

llllll lllll MM Illllllllll Mill MIIIM I II 

1006 GAGAGAATTTTCCTGACACTCTCAACTGTGCAGAAGTAAAAATCTTTCCC 1055 



102 7 CAGAACAAGTGTGAGAGAGCCTATCCAGGGAAGATCACCGAGGGCATGGT 107 6 

Mill llllimi II II II III lllllll II MINIM 

1056 CAGAAGAAGTGTGAGGATGCTTACCCGGGGCAGATCACAGATGGCATGGT 1105 
1077 CTGTGCTGGCAGCAGCAATGGAGCTGACACGTGCCAGGGTGACTCAGGAG 112 6 

MMII IIIIIIMIII II IMIMMMMIIMI II II MM 

1106 CTGTGCAGGCAGCAGCAAAGGGGCTGACACGTGCCAGGGCGATTCTGGAG 115 5 

• • • • • 

1127 GCCCTCTGGTGTGCGACGGGATGCTCCAGGGCATCACCTCATGGGGCTCA 1176 

MM IMMMI II II MIMIMMIIM 1 1 MIIIIMI 

1156 GCCCCCTGGTGTGTGATGGTGCACTCCAGGGCATCACATCCTGGGGCTCA 1205 
1177 GACCCCTGTGGGAAACCCGAGAAuACCTGGAGTCTACACCAAAATCTGCCG 12 2 6 

I Ml II Ml II II MM IMMMI Mill Mill MM MM 

1206 GACCCCTGTGGGAGGTCCGACAAACCTGGCGTCTATACCAACATCTGCCG 12 55 
1227 CTACACTACCTGGATCAAGAAGACCATGGACAACAGGGACTGATCCTGG 127 5 

. MM MIIIIIIIIIIM Ml I II II II Mill II I 

1256 CTACCTGGACTGGATCAAGAAGATCATAGGCAGCAAGGGCTGATTCTAG 1304 
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Percent Similarity: 77.220 Percent Identity: 72.201 

Match display thresholds for the alignment (s) : 
| = IDENTITY 
: = 2 
. = 1 

T14pro.Jack x Neur.Jack May 8, 1997 09:27 



Tadgl4 1 MGRPRPRAAKTWMFLLLLGGAWAGHSRAQEDKVLGGHECQPHSQPWQAAL 50 

MM I I • I- Ml MMI -Ml hi I II MINIUM 

Neurop 1 MGRPPPCAIQPWILLLLFMGAWAGLTRAQGSKILEGRECIPHSQPWQAAL 50 

• . • • . 

51 FQGQQLLCGGVLVGGNWVLTAAHCKKPKYTVRLGDHSLQNKDGPEQEIPV 100 

MMMMMIMI MMIIIMI MMMMMIMM Mill I 

51 FQGERLICGGVLVGDRWVLTAAHCKKQKYSVRLGDHSLQSRDQPEQEIQV 100 

• ♦ . • • 

101 VQSIPHPCYNSSDVEDHNHDLMLLQLRDQASLGSKVKPISLADHCTQPGQ 150 

III MMMM I II - M H I = - 1 - - MM IMM IM I • II 

101 AQSIQHPCYNNSNPEDHSHDIMLIRLQNSANLGDKVKPVQLANLCPKVGQ 150 
151 KCTVSGWGTVTSPRENFPDTLNCAEVKIFPQKKCEDAYPGQITDGMVCAG 200 

II MMMMIMMIMIMMIMM I III IMMIMMIMI 

151 KCIISGWGTVTSPQENFPNTLNCAEVKIYSQNKCERAYPGKITEGMVCAG 200 

• • • • • 

201 SSKGADTCQGDSGGPLVCDGALQGITSWGSDPCGRSDKPGVYTNICRYLD 250 

II E 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 E ] MIMMMIMM MIIMI MM 

201 SSNGADTCQGDSGGPLVCDGMLQGITSWGSDPCGKPEKPGVYTKICRYTT 250 

251 WIKKIIGSKG 260 

MM • 

251 WIKKTMDNRD 260 



Figure 8. Amino acid homology of TADG-14 with mouse neuropsin, 



